Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.059; wR factor = 0.159; data-to-parameter ratio = 15.1.
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(5) loops in the linkage of the chains.
Related literature
For a related structure, see: Esparza-Ruiz et al. (2010) . Refinement R[F 2 > 2(F 2 )] = 0.059 wR(F 2 ) = 0.159 S = 1.01 6347 reflections 419 parameters H-atom parameters constrained Á max = 0.34 e Å À3 Á min = À0.32 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1 2 ; y À 1 2 ; Àz þ 1 2 ; (ii) Àx þ 3 2 ; y þ 1 2 ; Àz þ 1 2 .
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009); software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON.
The crystal structures of 2-(1H-benzimidazol-3-ium-2-yl)benzenesulfonate dimethylsulfoxide solvate (Esparza-Ruiz et al., 2010) has been published which is related to (I) upto some extent.
In (I), two molecules (M1 and M2) in the asymmetric unit are present, which differ slightly from each other geometrically. In molecule M1, the group A (C1-C7/N1/N2) of 1H-benzimidazole, benzene ring B (C8-C13) and group C (N3/C14/N4/C15/C16) of N,N-dimethylimidoformamide moiety are planar with r. m. s. deviation of 0.0108 Å, 0.0046 Å and 0.0093 Å, respectively. The dihedral angle between A/B, A/C and B/C is 80.94 (10)°, 12.34 (4)° and 83.76 (18)°, respectively. The sulfonyl group D (O1/S1/O2) is of course planar. The dihedral angle between B/D and C/D is 70.86 (14)° and 53.88 (13)°, respectively. In second molecule M2, the similar groups E (C17-C23/N5/N6), F (C24-C29) and G (N7/C30/N8/C31/C32) are also planar with r. m. s. deviation of 0.0160 Å, 0.0054 Å and 0.0122 Å, respectively. The dihedral angle between E/F, E/G and F/G is 84.54 (10) Fig. 2 ). These infinte one-dimensional chains exist along [010] . The polymeric chains are interlinked with each other through benzene ring and the sulfonyl groups due to H-bonding of C-H···O type in a different manner. There exist R 2 1 (5) ring motif in the linkage of polymeric chains.
Experimental
The 2-[o-(sulfamoyl)phenyl]benzimidazole (0.1 g, 0.37 mmol) in dimethylformamide (2 ml) was disolved to get a clear solution. Benzenesulfonyl chloride (0.065 g, 0.37 mmol) was added with catalytic amount of potassium carbonate to this solution and subjected to reflux for 2 h. The resulting solution was quenched in ice-cold distilled water (100 ml).
Extracted the aqueous layer with ethyl acetate (3 × 25 ml) and dried the organic layer over anhydrous sodium sulfate to get light brown powder (0.11 g, 90.5%). The powder was recrystallized in methanol to get the light brown prisms of (I). m.p. 593-594 K.
Refinement
The H-atoms were positioned geometrically at C-H = 0.93-0.96, nd N-H = 0.86 Å, respectively and included in the refinement as riding with U iso (H) = xU eq (C, N), where x = 1.5 for metyl H-atoms and x = 1.2 for all other H-atoms. The partial packing (PLATON; Spek, 2009) which shows that molecules form C(4) chains and are interlinked. The Hatoms not involved in H-bondings are omitted for clarity. 
2-(1H-Benzimidazol-2-yl)-N-[(E)-(dimethylamino)methylidene]benzenesulfonamide
where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.34 e Å −3 Δρ min = −0.32 e Å −3 Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.37734 (6) Geometric parameters (Å, º) S1-O1 1.450 (2) C4-H4 0.9300 S1-O2 1.420 (3) C5-H5 0.9300 S1-N3 1.612 (3) C9-H9 0.9300 S1-C13 1.778 ( O1-S1-O2 116.3 (2) N3-C14-H14 118.00 O1-S1-N3 113.32 (16) N4-C14-H14 118.00 O1-S1-C13 107.12 (16) N4-C15-H15B 109.00 O2-S1-N3 109.02 (19) N4-C15-H15A 109.00 O2-S1-C13 105.41 (16) N4-C15-H15C 109.00 N3-S1-C13 104.75 (15) H15B-C15-H15C 109.00
Hydrogen-bond geometry (Å, º) (5) 127 Symmetry codes: (i) −x+1/2, y−1/2, −z+1/2; (ii) −x+3/2, y+1/2, −z+1/2.
